A Gram-reaction-negative, strictly aerobic, non-motile and rod-shaped bacterial strain, AY17 T , was isolated from the Chishui River in Guizhou Province, South-west China. Strain AY17
The genus Taibaiella (family Chitinophagaceae, phylum Bacteroidetes) was first proposed by Zhang et al. (2013) . At the time of writing, the type species, Taibaiella smilacinae isolated from the stem of Smilacina japonica (Zhang et al., 2013) was the only member of the genus Taibaiella (http:// www.bacterio.net). During research on the microbial diversity of the Chishui River, a yellow-pigmented strain, designated AY17
T , was isolated from a freshwater sample. In 16S rRNA gene sequence comparisons, the strain showed 95.3 % sequence similarity with T. smilacinae T , its closest phylogenetic relative, and 84.4-88.1 % sequence similarity to all the other species of the family Chitinophagaceae with validly published names. Based on further polyphasic taxonomic data collected in this study, we propose the inclusion of the strain as the type strain of a novel species within the genus Taibaiella.
In August 2012, a freshwater sample was collected from the Chishui River at Maotai Town (27 u 489 450 N 106 u 199 80 E), Guizhou Province, China. After incubation by a standard dilution plating method on R2A agar plates aerobically at 25 u C for 5 days, a novel bacterium, designated strain AY17 T , was isolated as single colonies and subsequently stored at 280 u C as 15 % (v/v) glycerol suspensions.
For 16S rRNA gene sequencing, chromosomal DNA was extracted with a genomic DNA extraction kit (OMEGA). PCR-mediated amplification of the 16S rRNA gene and DNA sequencing were carried out with two universal primers, 27F (59-AGAGTTTGATCCTGGCTCAG-39) and 1492R (59-TACGGTTACCTTGTTACGACTT-39) (Lane, 1991) . The ABI 3730XL 96-capillary DNA analyser (Applied Biosystems) and SeqMan software (DNASTAR) were used to analyse and assemble the gene sequences. The 16S rRNA gene sequence of strain AY17
T was analysed using EzTaxon-e server (http://eztaxon-e.ezbiocloud.net/; Kim et al., 2012) and BLAST (http://blast.ncbi.nlm.nih.gov/Blast.cgi; Altschul, et al., 1990) . The alignments of strain AY17 T and 33 closely related taxa were performed using the CLUSTAL W program (Thompson et al., 1994) . Gaps were edited with the BioEdit program (Hall, 1999) . The evolutionary distances were calculated using Kimura's twoparameter model (Kimura, 1980) . Phylogenetic trees were reconstructed by using neighbour-joining (Saitou & Nei, 1987) , maximum-likelihood (Kishino & Hasegawa, 1989) or maximum-parsimony (Fitch, 1971 ) methods using the MEGA 5 software package (Tamura et al., 2011) with bootstrap values based on 1000 replications (Felsenstein, 1985) . Analyses of the almost-complete 16S rRNA gene sequence (1481 bp) confirmed that strain AY17
T represented a member of the genus Taibaiella of the family Chitinophagaceae. Strain AY17
T showed the highest 16S rRNA gene sequence similarity to T. smilacinae PTJT-5 T (95.3 %), followed by Chitinophaga filiformis IFO 15056 T The GenBank/EMBL/DDBJ accession number for the 16S rRNA gene sequence of strain AY17
T is KF694752.
Two supplementary figures are available with the online version of this paper.
(88.1 %) and Chitinophaga ginsengisoli Gsoil 052 T (87.8 %). In the phylogenetic tree based on the neighbour-joining algorithm, strain AY17 T joined the cluster comprising species of the genus Taibaiella and they formed a distinct cluster from all the other members of family Chitinophagaceae (Fig. 1) . The overall topologies of the maximumparsimony and maximum-likelihood trees (not shown) were almost the same as that of the neighbour-joining tree. These results suggested classifying strain AY17
T as representing a novel species of the genus Taibaiella.
Based on the pairwise 16S rRNA gene sequence similarities, T. smilacinae CCTCC AB 2013017 T , C. filiformis DSM 527 T and C. ginsengisoli DSM 18107 T were selected as reference strains and were evaluated together with strain AY17 T under identical experimental conditions. The range for growth temperatures was investigated at 4, 7, 10, 15, 20, 25, 28, 30, 33, 37 and 42 u C in R2A broth for 7-14 days. The pH range and optimum were investigated in R2A broth at pH 4.0-12.0 at intervals of 0.5 pH unit for 3 days. The pH was titrated to the required values with 5 M HCl and NaOH. Salt tolerance was tested on R2A broth supplemented with 0-10.0 % (w/v) NaCl at 0.5 % intervals after 3 days incubation. The turbidity (OD 600 ) due to growth was determined by using a spectrophotometer (UV-2450; Shimadzu). Growth on nutrient agar (NA), trypticase soy agar (TSA), Luria-Bertani agar (LB) and MacConkay agar was also evaluated at 25 u C. The Gram reaction was determined according to the classical Gram procedure 
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Flavihumibacter petaseus T41 T (EU854577) described by Murray et al. (1994) . The cell morphology was observed using transmission (JEM-2100; JEOL) and scanning (SU1510; Hitachi) electron microscopes using cells grown for 3 days on R2A agar. Flexirubin-type pigments were observed by flooding the plates with 20 % (w/v) KOH (Fautz & Reichenbach, 1980) . Gliding motility was determined as described by Bernardet et al. (2002) . The oxidase and catalase activities were tested using commercial oxidase test strips (bioMérieux) and 3 % H 2 O 2 , respectively. Growth under anaerobic conditions was performed over 10 days in R2A broth, using a serum bottle with sodium thioglycolate (1 g l 21 ) added and nitrogen gas filling the headspace. The antibiotic susceptibility was observed after growth for 3 days on agar plates. A panel of 32 antibiotics (mg per disc, unless otherwise stated) including amikacin (30), ampicillin (10), carbenicillin (100), cefalexin (30), cefazolin (30), cefoperazone (75), cefradine (30), ceftazidime (30), ceftriaxone (30), cefuroxime (30), chloramphenicol (30), ciprofloxacin (5), clindamycin (2), doxycycline (30), erythromycin (15), furazolidone (300), gentamicin (10), imipenem (10), kanamycin (30), midecamycin (30), minocycline (30), neomycin (30), norfloxacin (10), ofloxacin (5), oxacillin (1), penicillin G (10 U), piperacillin (100), polymyxin B (300 U), streptomycin (10), sulfamethoxazole/trimethoprim (23.75/1.25), tetracycline (30) and vancomycin (30), were diffused on filter-paper disks that placed on R2A agar plates. Hydrolysis of starch (0.2 %, w/v), chitin from crab shells (1 %, w/v), casein (5 % skimmed milk, w/v), CMcellulose (0.5 %, w/v), gelatin (10 %, w/v), Tween 80 (1 %, w/v) and urea (20 %, w/v) was tested by using R2A as the basal medium according to the methods of Smibert & Krieg (1994) . Production of hydrogen sulphide and VogesProskauer reaction were tested according to the methods of Barrow & Feltham (1993) . Additional physiological tests, including enzyme activities and carbon source assimilation, were performed using API 20NE, API ZYM and API 50CHE kits (bioMérieux) according to the manufacturer's instructions. Strain AY17
T was Gram-reaction-negative, strictly aerobic, non-motile, catalase-and oxidase-positive. A scanning electron micrograph of strain AY17 T (Fig. S1 ) is available with the online Supplementary Material. Cells grew well on R2A and LB agar, poorly on TSA but did not grow on NA or MacConkey media. The cells were able to grow at 10-33 u C (optimum at 20 u C) and pH 5.0-11.0 (optimum at 7.0). Growth occurred in the presence of 0-1.0 % NaCl (w/v) and the optimum was 0-0.5 %. The cells were rod-shaped with the cell size of 0.3-0.460.5-0.9 mm. Colonies with circular, light yellow forms (1.0-2.5 mm in diameter) were observed after incubation for 3 days. The physiological and biochemical characteristics of strain AY17
T are given in the species description in Table 1. Strain AY17 T was shown to be distinguishable clearly from its closest phylogenetic relative T. smilacinae CCTCC AB 2013017
T by a number of phenotypic characteristics, including antibiotic susceptibility, assimilation of carbohydrates and enzyme activities.
The DNA G+C content was determined as described by Mesbah et al. (1989) using a reversed-phase HPLC. The DNA G+C content was 49.5 mol%, higher than those of T. smilacinae CCTCC AB 2013017 T (38.6 mol%), C. filiformis DSM 527 T (45.3 mol%) and C. ginsengisoli DSM 18107 T (45.5 mol%) ( Table 1 ).
The cell biomasses used for extraction of respiratory quinones and polar lipids were obtained from a 3-day culture on R2A broth. Isoprenoid quinones were then extracted from the freeze-dried cells (100 mg) as described by Minnikin et al. (1984) . Respiratory quinones were purified using TLC on Kieselgel 60 F 245 plates (20620 cm, 0.25 mm thickness; Merck) and analysed using a reversephase HPLC as described by da Costa et al. (2011a) . The polar lipids were extracted, examined by two-dimensional TLC and identified using published procedures (Minnikin et al., 1984 and da Costa et al., 2011b) . The presence of all lipids was confirmed by spraying with 5 % ethanolic molybdophosphoric acid, lipid phosphates by molybdenum blue, amino-group-containing lipids by ninhydrin, glycolipids by a-naphthol-sulfuric acid, a-glycols by periodate-Schiff's and choline-containing phospholipids by Dragendorff's reagent. For cellular fatty acid analysis, all strains were grown under the same conditions on R2A agar at 25 u C and cell masses were harvested after 3 days. Saponification, methylation, extraction, washing and analysis were performed according to the protocol of the Sherlock Microbial Identification System (Sasser, 1990) . Extracts were analysed by GC (6890N; Hewlett Packard) and identified by comparing the fatty acid profiles with the TSBA 6 database provided with the Sherlock 6.1 software. The predominant respiratory quinone of strain AY17 T was menaquinone-7 (MK-7), the same as for T. smilacinae CCTCC AB 2013017 T and other reference strains. The polar lipids of strain AY17 T consisted of phosphatidylethanolamine (PE), two unidentified aminophospholipids, one unidentified phospholipid, three unidentified polar lipids and one unidentified glycolipid. There were only several different polar lipids between strain AY17 T and T. smilacinae CCTCC AB 2013017
T , but strain AY17 T was clearly distinct from the other reference strains (Fig. S2) . The major fatty acids (.10 % of the total fatty acids) of strain AY17
T were iso-C 15 : 0 (22.9 %), iso-C 15 : 1 G (22.8 %) and iso-C 17 : 0 3-OH (15.2 %) in line with those of T. smilacinae CCTCC AB 2013017
T , but clearly distinct from the other reference strains (Table 2) .
Based on phylogenetic inference and phenotypic characteristics we conclude that AY17
T has a clear affiliation to the genus Taibaiella and that the isolate should be classified as representing a novel species, for which the name Taibaiella chishuiensis sp. nov. is proposed.
Description of Taibaiella chishuiensis sp. nov.
Taibaiella chishuiensis (chi.shui.en9sis. N.L. fem. adj. chishuiensis pertaining to Chishui River, where the type strain was isolated). All data from this study unless otherwise indicated. +, Positive; 2, negative; W, weakly positive; S, susceptible; R, resistant. All strains were positive for the following characteristics: hydrolysis of aesculin, casein and gelatin; production of flexirubin-type pigment and H 2 S; assimilation of glucose, mannose, N-acetylglucosamine and maltose; cytochrome oxidase, catalase, alkaline phosphatase, esterase (C4), esterase lipase (C8), leucine arylamidase, acid phosphatase and naphthol-AS-BI-phosphohydrolase activities; acid production from D-glucose, D-mannose, aesculin ferric citrate and maltose. All strains were negative for the following characteristics: production of acetoin and indole; assimilation of caprate and phenylacetate; arginine dihydrolase, lipase (C14) and b-glucuronidase activities; acid production from erythritol, D-xylose, L-xylose, D-adonitol, methyl-b-Dxylopyranoside, L-sorbose, dulcitol, inositol, D-mannitol, D-sorbitol, glycogen, xylitol, D-lyxose, D-tagatose, D-fucose, D-arabitol, L-arabitol, potassium gluconate, potassium 2-ketogluconate and potassium 5-ketogluconate. All strains are susceptible to cephalexin, chloramphenicol, clindamycin, ciprofloxacin, doxycycline, minocycline, neomycin, ofloxacin and tetracycline, and resistant to ampicillin, carbenicillin, cefazolin, cefoperazone, ceftazidime, ceftriaxone, cefuroxime, erythromycin, gentamicin, kanamycin, oxacillin, penicillin G, piperacillin, polymyxin B and sulfamethoxazole/trimethoprim. 
Cells are aerobic, . Colonies are light yellow, smooth, circular, convex and 1.0-2.5 mm in diameter with entire edges. Oxidase and catalase tests are positive. Growth occurs at pH 5.0-11.0 and the optimum pH is 7.0. Growth occurs at 10-33 u C and the optimum temperature is 20 u C. Cells grow in the presence of 0-1.0 % NaCl (w/v) and the optimum is 0-0.5 %. Grows well on R2A, 0.16TSA and LB agar, poorly on TSA but does not grow on NA or MacConkey agar. Hydrolyses gelatin, aesculin, casein and Tween 80, but does not hydrolyse starch, CM-cellulose, chitin or urea. Positive for flexirubintype pigment, H 2 S production and nitrate reduction, but negative for acetoin (Voges-Proskauer reaction), indole production and glucose acidification. Assimilates glucose, mannose, N-acetylgucosamine, maltose, gluconate, adipate, malate and citrate, but does not assimilate arabinose, mannitol, caprate or phenylacetic acid (according to API 20NE). Positive for the following enzyme activities (API ZYM): alkaline phosphatase, esterase (C4), esterase lipase (C8), leucine arylamidase, acid phosphatase and naphthol-AS-BI-phosphohydrolase, weakly positive for valine arylamidase, but negative for arginine dihydrolase, lipase (C14), cysteine arylamidase, trypsin, a-chymotrypsin, a-galactosidase, b-galactosidase, b-glucuronidase, a-glucosidase, b-glucosidase, N-acetyl-b-glucosaminidase, a-mannosidase and a-fucosidase. Acid is produced from Darabinose, D-glucose, D-fructose, D-mannose, L-rhamnose, aesculin ferric citrate, maltose and L-fucose (according to API 50CHE). Cells are susceptible to amikacin, cephalexin, chloramphenicol, clindamycin, ciprofloxacin, doxycycline, furazolidone, imipenem, midecamycin, minocycline, neomycin, norfloxacin, ofloxacin, tetracycline and vancomycin, and resistant to ampicillin, carbenicillin, cefazolin, cefoperazone, cefradine, ceftazidime, ceftriaxone, cefuroxime, erythromycin, gentamicin, kanamycin, oxacillin, penicillin G, piperacillin, polymyxin B, sulfamethoxazole/trimethoprim and streptomycin. The predominant respiratory quinone is MK-7. In addition to the major polar lipid phosphatidylethanolamine, two unidentified aminophospholipids, one unidentified phospholipid, three unidentified polar lipids and one unidentified glycolipid are also detected. The major fatty acids are iso-C 15 : 0 , iso-C 15 : 1 G and iso-C 17 : 0 3-OH. Other fatty acids are listed in Table 2 .
The type strain, AY17 T (5CGMCC 1.12700 T 5JCM 19637 T ), was isolated from the freshwater of the Chishui River, China. The DNA G+C content of the type strain is 49.5 mol% (determined by HPLC). Taibaiella chishuiensis sp. nov. *Summed features are combinations of fatty acids that could not be separated by GC using the MIDI system. Summed feature 3 contained C 16 : 1 v7c and/or C 16 : 1 v6c; summed feature 4 contained iso-C 17 : 1 I and/or anteiso-C 17 : 1 B; summed feature 5 contained C 18 : 2 v6,9c and/ or anteiso-C 18 : 0 .
